/ L, platelet count 188 × 10 9 /L, AST/ALT 65/123 IU/L, alkaline phosphatase 151 IU/L, and elevated C-reactive protein level 155.7 mg/dL. Chest computerized tomography revealed intramural hematomas over the entire thoracic and proximal abdominal aorta. On the day after admission, the patient presented with fever (38.3°C). Blood samples for culture were inoculated into 3 sets of Bact/ALERT FA and FN bottles (bioMérieux Inc., Durham, NC, USA). Gram-positive coccobacilli from 1 pair of FA and FN bottles were isolated. After incubation at 37°C with 5% CO2 for 24 hr, small-sized α-hemolytic colonies were observed on sheep blood agar (Fig. 1) . The organism was identified as gram-positive coccobacilli (Fig. 2) . It was negative for oxidase, catalase, pyrrolidonyl-arylamidase, and leucine aminopeptidase and had a positive bile-esculin reaction. The minimum inhibitory concentration of vancomycin was determined to be > 256 µg/mL by using Etest strip (AB bioMérieux, Solna, Sweden ance mass spectrometer (Shimadzu Corporation, Kyoto, Japan) and analyzed with the VITEK MS IVD v1 database (bioMérieux Inc.). The strain was identified as W. confusa, which has a similar biochemical profile to that of Leuconostoc [1] , with a confidence value of 99.9%. In addition, we performed 16S rRNA gene sequencing of a PCR product sized about 1.5 kb by using the universal primers 8F (5'-AGA GTT TGA TCC TGG CTC AG-3') and 1541R (5'-AAG GAG GTG ATC CAG CCG CA-3') and compared the obtained sequence with the EzTaxon database [9] and the bioinformatic bacterial identification database [10] . A phylogenetic tree, which was constructed with the neighborjoining method by using Molecular Evolutionary Genetics Analysis (MEGA) software version 5.05 [11] , revealed this isolate to be W. confusa (Fig. 3 ). Empirical therapy with ceftriaxone was initiated after blood culture submission. In spite of the treatment, fever persisted for 3 days and the C-reactive protein level did not decrease. The ceftriaxone treatment was changed to teicoplanin plus piperacillin-tazobactam after isolation of gram-positive coccobacilli from the blood culture. Fever and other symptoms subsided with the new regimen. All subsequent blood cultures were negative, and the patient was discharged on the 9th hospital day with an uneventful recovery.
On the basis of the 16S rRNA gene sequence analysis, Leuconostoc paramesenteroides and related species among the catalase-negative, vancomycin-resistant, gram-positive cocci were reclassified into a new genus, Weissella, in 1993 [12] . There are 16 species in the Weissella genus, but only W. confusa (previously Lactobacillus confusus) and W. cibaria have been isolated Fig. 1 . Small-sized α-hemolytic colonies of Weissella confusa on a sheep blood agar plate grown at 37°C with 5% CO2 after 24 hr of incubation. [5] . The characteristics of 10 bacteremia cases of W. confusa in Taiwan were reviewed [8] . Among the 43 isolates, which were identified as either Lactobacillus or Leuconostoc species using commercial identification systems, 10 isolates were confirmed as W. confusa using 16S rRNA gene sequencing, and all affected patients had complex medical conditions and/or an immunocompromised status. In additional reports, W. confusa isolates could not be identified using conventional identification systems except by 16S rRNA gene sequence analysis, and most patients were immunocompromised [2] [3] [4] 6] . When clinical isolates cannot be identified by using conventional methods, 16S rRNA gene sequence analysis can be useful [13] . However, routine application of 16S rRNA gene sequencing has some limitations since it is relatively expensive and time-consuming. On the other hand, MALDI-TOF MS can identify bacteria within a few minutes using colonies grown on culture plates, and it can reduce the turnaround time and the cost of expendables [14] . During the past several years, there have been numerous reports demonstrating the accuracy and reliability of the MALDI-TOF MS system [15] [16] [17] [18] .
In this case, gram-positive coccobacilli from the blood culture was initially suspected to be a Leuconostoc species due to its biochemical characteristics, i.e., vancomycin resistance and negative results with catalase, pyrrolidonyl-arylamidase, and leucine aminopeptidase [1] . However, the isolate was identified as W. confusa using MALDI-TOF MS, which was confirmed by 16S rRNA gene sequence analysis.
W. confusa is taxonomically very closely related to W. cibaria, but can be differentiated form W. cibaria because of differences in the biochemical characteristics, e.g., it is positive for fermentation of galatose and xylose and negative for fermentation of arabinose [19] . However, both species cannot be differentiated by using the VITEK MS system alone because W. cibaria is not included in the VITEK MS IVD v1 database. Therefore, 16S rRNA gene sequence analysis and/or additional biochemical tests are needed for the accurate identification.
In blood cultures, contaminations of normal skin flora occur often and include coagulase-negative staphylococci, Corynebacterium species, Propionibacterium acnes, Micrococcus species, and viridans group streptococci [20] . Unless the isolate grows in multiple blood culture sets, identification to the species level may not be warranted. Although the W. confusa isolate was cultured from only 1 set in this study and the patient was not immunocompromised, we regarded the strain as the true pathogen because the C-reactive protein level was markedly elevated. Furthermore, fever persisted despite treatment with ceftriaxone and subsided after changing the regimen to teicoplanin plus piperacillin-tazobactam, which is one of the regimens for the treatment of W. confusa infections.
The standard methods and interpretation criteria of antimicrobial susceptibilities for W. confusa are not yet established. In a recent study [8] , amoxicillin-clavulanic acid, ampicillin-sulbactam, piperacillin-tazobactam, daptomycin, moxifloxacin, doripenem, and tigecycline revealed relatively good in vitro activity and were recommended for the treatment of W. confusa infections. In summary, we described a second case of bacteremia caused by W. confusa in an immunocompetent host. The isolate was not identified when commercial identification kits were used but could be identified using 16S rRNA gene sequence analysis and a MALDI-TOF MS system. When blood cultures show growth of catalase-negative, gram-positive coccobacilli with negative pyrrolidonyl-arylamidase and leucine aminopeptidase reaction, clinical microbiologists should be aware of the possibility of W. confusa infection.
